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Claim 2; Fig 1; 97pp; English. 

The invention relates to a monoclonal antibody (MAb) having an antigen- 
binding region specific for the extracellular domain of prostate specific 
membrane antigen (PSMA) . Methods for (a) for detecting the presence of 
PSMA expressed by cancer cells in a patient by contacting a sample of the 
cells with the MAb (conjugated to a radioisotope); (b) for detecting the 
presence of PSM' protein in a biological sample by contacting the 
specimen with a substrate and measuring the enzyme activity; and (c) for 
treating prostate cancer by administering to the patient an effective 
amount of the MAb are provided. The MAb is conjugated to a drug, or a 
toxin, or a radioisotope. The MAb is a bispecific antibody, further 
comprising an additional antigen-binding region specific for an effecter 
cell having tumoricidal or tumor inhibitory activity. The MAb is 
conjugated to a heterologous protein or peptide which targets tumoricidal 
cells to prostate cancer or targets a cytotoxic compound to prostate 
cancer. The MAbs can be used in combination with other known prostate 
an1 Lbodies to provide extra information regarding the malignant phenotype 
of a prostate carcinoma. The hybridoma cell lines can be used as a source 
of DNA or mRNA encoding for the rearranged, activated immunoglobulin 
genes. This invention allows non-invasive diagnosis of cancer and is also 
more sensitive than prior art methods through the use of MAbs directed to 
non-over la n PSMA and PSM ' . Ice present sequence 

represents the extracellular domain of PSMA 



1 M/NLLHETl " _ _ _ ~__ -_- " — - \ 

6 1 FLDELKAENIKKFL YNFTQIPHLAGTEQNFQLAKQIQSQWKEFGLDSVELAHYDVLLS YP 12 0 

6 1 FLDELKAENIKKFL YNFTQ IPHLAGTEQNFQLAKQ I QSQWKEFGLDSVELAHYDVLLSYP 12 0 

121 NKTHPNYI SI INEDGNEIFNTSLFEPPPPGYENVSDIVPPFSAFSPQGMPEGDLVYVNYA 18 0 

121 NKTHPNYI SI INEDGNEIFNTSLFEPPPPG YE NVSDIVPPFSAFSPQGMPEGDLVYVNYA 180 

181 iAGAKGVILYSDPADYFAPGVK 2 40 



vINCSGKIVIARYGKVFRGNKVKNAQLAGAKGVIL 1 

241 SYPDGWNLPGGGVQRGNILNLNGAGDPLTPGYPANEYAYRRGIAEAVGLPSIPVHPIGYY 3 0 0 

301 DAQKLLEKMGGSAPPDSSWRGSLKVPYNVGPGFTGNFSTQKVKMHIHSTNEVTRI YNVIG 360 

301 DAQKLLEKMGGSAPPDSSWRGSLKVPYNVGPGFTGNFSTQKVKMHIHSTNEVTRIYNVIG 360 

361 TLRGAVEPDRYVILGGHRDSWVFGGIDPQSGAAWHEIVRSFGTLKKEGWRPRRT ILFAS 42 0 

361 TLRGAVEPDRYVILGGHRDSWVFGGIDPQSGAAWHEIVRSFGTLKKEGWRPRRT ILFAS 42 0 

421 WDAEEFGLLGSTEWAEENSRLLQERGVAYINADSSIEGNYTLRVDCTPLMYSLVHNLTKE 48 0 

421 WDAEEFGLLGSTEWAEENSRLLQERGVAYINADSSIEGNYTLRVDCTPLMYSLVHNLTKE 48 0 

481 LKSPDEGFE K L E TRK F F * \ rl Ifi FAF 1FN 540 

481 LKSPDEGFEGKSLYESWTKKSPSPEFSGMPRISKLGSGNDFEVFFQRLGIASGRARYTKN 5 40 

5 41 WETNKFSGYPLYHSVYETYELVEKFYDPMFKYHLTVAQVRGGMVFELANSIVLPFDCRDY 6 0 0 

5 41 WETNKFSGYPLYHSVYETYELVEKFYDPMFKYHLTVAQVRGGMVFELANSIVLPFDCRDY 6 0 0 

601 AVVLRKYADKI YSISMKHPQEMKTYSVSFDSLFSAVKNFTEIASKFSERLQDFDKSNPIV 66 0 

601 AVVLRKYADKI YS I SMKHPQEMKTYSVSFDSLFSAVKNFTE I ASKFSERLQDFDKSNP IV 66 0 

661 LRMMNDQLMFLERAFIDPLGLPDRPFYRHVIYAPSSHNKYAGESFPGI YDALFDIESKVD 72 0 

661 L RMMNDQLMFLERAF I DPLGLPDRPFYRHV I YAPS SHNKYAGESFPGI YDALFDIESKVD 72 0 

721 PSKAWGEVKRQI YVAAFTVQAAAETLSEVA 750 

721 PSKAWGEVKRQ I YVAAFTVQAAAETL SEVA 750 



